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Figure S1. Full taxonomic profiles of all samples
used in this study.

A. Phyla level; B. Order level; C. Family level; D.
Genus level. Taxa whose relative abundance was
below 3% across all the samples are not shown.
The main phyla, orders and families of the gut
are color coded: genera, families and orders of
the Bacteroidetes are in shades of brown;
genera and families of the Clostridiales order
(belonging to the Firmicutes phylum) are in
shades of blue and green.
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Figure S2. Basic microbiome characteristics across all patient groups. A. Microbial diversity (alpha diversity, measured by Shannon
index); B. The ratio between total abundance of the Bacteroidetes phylum to total abundance of the Firmicutes phylum.

Dunns test was used for to test for significance across all groups; significant (p<0.05) and borederline-significant (p<0.1) results
are marked in bold.
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Comparisons Z statistic adjusted P value
Control - FattyLiver -1.663622469 0.048093949
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IPMN - PC 0.402092429 0.343808002
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Figure S3. Heirarchial clustering of all samples according to similarity in microbial composition. Distance matrices based on
either abundance-weighted (left) or unweighted (right) UniFrac matrices . UPGMA method was used for clustering; dendrogram
labels are color-coded according to the participants clinical status, as in Figures 1 and 4.
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Figure S4.Bacterial taxa identified by LEfSe as differentiating between PC patients (red) and NAFLD control subjects (green).
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Figure S5. Inter-group and intra-group patterns of all genera dentified by LEfSe as differentiating between PC patients and health
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